the Bacillus anthracis exosporium proteins BclA and BxpB were cross-linked via isopeptide bonds between the amino-terminal residue of BclA and the side chain of any one of several acidic residues in BxpB. Direct evidence for these isopeptide bonds was provided by the identification of cross-linked peptides derived from proteolytically digested physiological complexes of BclA (or a BclA fusion protein) and BxpB. In these experiments, peptide sequences and positions of cross-links were determined by liquid chromatographytandem mass spectrometry (LC-MS/MS) analysis. The authors recently reexamined the mass spectra used in these analyses and discovered that they were incorrectly interpreted and do not provide evidence for cross-linked peptides or isopeptide bond formation. The misinterpreted data are included in Figure 1 and Tables 1 to 3, and a model based on these data is shown in Figure 5 . Furthermore, the analysis of the data in Figure 3 reported to show covalent complexes formed between BclA and variants of BxpB is possibly wrong. This analysis depends on control experiments in which LC-MS/MS was used to identify proteolytic peptides of mutant BxpB proteins. Again, the mass spectra used to identify these peptides were interpreted incorrectly, making a reliable analysis of the data impossible. Due to the misinterpreted data described above, the authors request that the mBio paper be retracted and offer sincere apologies to others in the field for any confusion caused by publication of this paper.
